where Starch% is the percentage of starch on dry weight basis (g starch per 100g dried product); Abs is the absorbance at 510 nm against blank; Slope is the slope of the calibration curve daily obtained with a glucose solution; 0.9 is the conversion factor between starch and glucose; DM  1000 is the conversion of sample dry weight from mg to g (after correction
with it residual moisture content); 5 . 0 100 is the ratio between the total volume (100 ml) and the volume of test sample used (0.5 ml) after alpha-amylase attack; 05 . 0 10 is the ratio between the total volume (10 ml) at amyloglucosidase action stage and the volume (0.05 ml) used for final measuring of glucose (glucose-oxidase/peroxidase/4-aminoantipirine activity); 100 is the result given in percentage and FG is the percentage of free glucose (g free glucose per 100g dried product).
The free glucose content (g/100 g of flour) was computed as follows:
where FG is the free glucose content on dry basis, A is the absorbance measured for free glucose, Slope is the slope of the standard curve (in µg.ml -1 ), 1000 is the conversion between mg to g and DM is the amount of dried sample (in mg). (Verde et al., 2013) Fragaria vesca 34,894 Version 2.0 http://www.strawberrygenome.org (Shulaev et al., 2011) Supplementary Debranching enzymes ISA3 and pullulanases/limit dextrinases (LDA) are involved in breakdown of branched amylopectin chains. Based on reviews by (Zeeman et al., 2010; Streb and Zeeman, 2012) . The maximum likelihood tree of BAM predicted proteins was rooted using midpoint.
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Supports >0.70 (aLRT statistics with SH-like procedure) are indicated. Physcomitrella patens (Pp), Grapevine (GSVIV), tomato (Solyc), potato (PGSC), woodland strawberry (Fv), Arabidopsis (At), peach (Ppa), Brachypodium (Bradi), rice (Os), maize (GRMZM), Sorghum (Sb), date palm (DP) and banana (GSMUA) identifiers are indicated (in brown for banana).
Branches are colored according to gene duplication modes: WGD (blue), segmental (green), tandem/proximal (red) and unknown (grey). Black branches correspond to speciation events.
The scale bar corresponds to estimated amino acid substitutions per site. Sequences were grouped using the tree topology and a previous classification (Fulton et al., 2008) . individually on all fruits harvested at 40, 60 and 90 DAF immediately after harvest (40T0, 60T0 and 90T0, respectively), on fruits harvested at 90 DAF then treated 24h with acetylene and stored two or four additional days (90T3 Ac. and 90T5 Ac., respectively) and on control fruits not treated and stored three (90T3C.) and five days (90T5C.). Means, standard errors and different groups from multiple comparisons with confidence interval at 95% (ANOVA followed by Tukey's test) are indicated.

